are presented, meaning that each gene (row) was forced to have a mean of 0 and standard deviation of 1. Notably, the genes were selected only according to their response to EGF and, therefore, a minority of these genes are also affected in the same way by both EGF and DEX treatment. Hence, the apparent "non-coherent" colors in the heatmap. Additionaly, Z-scores were used only for presentation of the heatmaps. (C) MCF10A human mammary epithelial cells were starved overnight for serum factors. Thereafter, they were treated with EGF (10 ng/ml), or with DEX (100 nM), for 20, 40, 60, 120 and 240 minutes. ChIP-Seq tag reads were tallied near promoter regions were seeded in 10-cm plates and 24 hours later they were starved for 12 hours. Thereafter, cells were stimulated with EGF (10 ng/ml), DEX (100 nM), or the combination, for the indicated time periods. Cells were then washed and lysed in RIPA buffer (50mM Tris, pH 7.5, 150mM NaCl, 1% NP40, 0.1% SDS, 1mM EDTA and 0.5% sodium deoxycholate). Protein content was estimated using the BCA kit (from Sigma), followed by HB-EGF concentration analysis by an ELISA kit (DuoSet ELISA Kit, from R&D Systems, Minneapolis, MN). Shown are HBEGF levels after normalization to the amount of total proteins. 
